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A chicken flock of mixed origin are fed outside a henhouse in Burkina Paso.
Credit:  Food and Agriculture Organization of the United Nations.

ally followed.   In these countries, distinct, identifiable populations
are likely the result of geographic isolation or phenotypic selection.

Even in developed countries the designation of breed identity
does not carry with it the unambiguous distinction of genetic unique-
ness that is often assumed. Breeds have historically been combined
with, or absorbed by, other breeds to obtain rearrangements of the
gene pool. Specific genes are not lost in this process; they are just
transferred into new populations. In the U.S. beef cattle herd, for
example, many animals express apparent phenotypic breed identity
(usually as a result of color), but only about 5 percent of the total are
registered and possess pedigree-documented breed membership
(Hawkins, 1988). Thus, the genes and gene combinations carried by
most breeds almost certainly also exist in the overall cattle popula-
tion. An advantage of breed identity is the concentration of specific
genes at high frequency and the ability to locate them reliably within
those populations. In contrast, selection and screening would be
required to extract the same genes from a highly heterogeneous cattle
population.